The PDF file includes: Table S1 . Vpr in human liver and adipose tissue. Table S2 . Palmitate flux in a second line of Vpr-Tg. Table S3 . Twenty-four-hour calorimetry. Table S4 . Mouse weight and food intake in Vpr-Tg and sVpr-treated mice. A. Reduced insulin-stimulated phospho-Ser473 Akt levels, as a fraction of total Akt protein level, in Vpr-Tg (N=5) compared to WT (N=5) mice (p=0.05). B and C. Intraperitoneal glucose tolerance tests show post-challenge hyperglycemia in Vpr-Tg compared to WT mice at 14 weeks of age (N=5 for WT mice and N=4 for Vpr-Tg mice) (p=0.02, 0.03 and 0.01 at 15, 30, 60 min respectively) (b), and at 24 weeks of age (N=7 for WT mice and N=5 for Vpr-Tg mice) (p=0.03, 0.001 and 0.01 at 0, 15, 30 min respectively) . D. Plasma insulin levels during GTT in WT (N=7) and Vpr-Tg (N=5) mice at 24 weeks of age. E. Elevated fasting plasma triglyceride levels in VprTg (N=9) compared to WT (N=11) mice (p=0.02). F. Plasma FFA levels in Vpr-Tg (N=9) compared to WT (N=11) mice. Values are mean ± SE. preadipocytes (Zen-Bio, RTP, NC) in the lower wells, and cocultured in preadipocyte maintenance medium (Zen-Bio PM-1) containing IL2 (10 ng/ml). After 6 days coculture, the preadipocytes were hormonally induced for terminal differentiation by switching to preadipocyte differentiation medium (Zen-Bio DM-2) with IL2. After 3 days coculture in differentiation medium, the transwells were removed, the differentiating adipocytes harvested and their mRNA extracted for qRT-PCR measurements of AdipoQ (adiponectin, PPARγ target), Atgl (GR target), and Hsl (GR target). Compared to exposure to activated, uninfected T cells ("Mock"), exposure to wt-HIV-infected T cells ("Vpr") decreased expression of AdipoQ (p=0.04) and Hsl (p=0.0009) but increased expression of Atgl (p=0.002), consistent with the findings in inguinal (subcutaneous) fat depots of WT compared to Vpr-Tg mice (Figs. 3C, 3F ). Exposure to Vpr-deficient-HIV-infected T cells ("dVpr") restored the levels of expression of these three genes to those of the basal ("Mock Fresh, coded autopsy specimens were obtained from National Development and Research Institute (NY, NY) and analyzed in a blinded fashion. The tissues were homogenized in PBS / 0.1% SDS and the supernatants injected into a multi-dimensional micro-HPLC system, fractionated through a strong anion exchange column, and the eluting peaks passaged through a C18 reverse-phase column. Individual peaks were digested by trypsin and cyanogen bromide, reprocessed through a C4 reverse-phase column and recollected in microfractions. These samples were placed in a nanoflow electrospray interface to a dual quadrupole mass spectrometer, and peptide sequences obtained from the mass spectrometric analysis were fed into the SwissProt database for matches to known Vpr sequences. 
